ABSTRACT Lecythophora (Coniochaeta) hoffmannii, a soil-and lignocelluloseinhabiting sordariomycete (Ascomycota) that can also live as a facultative tree pathogen causing soft rot, belongs to the family Coniochaetaceae. The strain CBS 245.38 sequenced here was assembled into 869 contigs, has a size of 30.8 Mb, and comprises 10,596 predicted protein-coding genes.
which are categorized into 262 glycoside hydrolases, 99 carbohydrate esterases, 9 polysaccharide lyases, 90 glycosyltransferases, 96 enzymes with auxiliary (oxidative) activities, and 73 carbohydrate-binding modules (CBM) (17 from CBM family 1 binding to cellulose). The following enzymes may be directly involved in the degradation of wood polysaccharides: 9 endo-1,4-␤-xylanases (4 GH11 and 5 GH10), 15 endo-1,4-␤-glucanases (5 GH5 and 10 GH7), and 2 cellobiose dehydrogenases. Peroxidase genes were also assessed; however, merely one nonligninolytic, generic, class II-related peroxidase was found. On the other hand, 2 long unspecific peroxygenases (UPOs) belonging to the heme-thiolate proteins (17) and 10 laccases were identified (GenBank accession numbers MG550044 to MG550081). Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number NXFW00000000. The version described in this paper is version NXFW01000000.
